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ATG TGC CCG AGC CAG CCG ACC 
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GTG GAA GAT CTG ATC CGC TTT 
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CTG AAC TGC GTG ACC GCC GCC 
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TAT CCG GGC GAT CCC GGG CCG 
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ACACACCATA TGTGCCCGAG CCAGCCGACC TATCCGGGCG ATCCCGGGCC 
TGTGTGGTAT ACACGGGCTC GGTCGGCTGG ATAGGCCCGC TAGGGCCCGG 
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GGTGGAAGAT CTGATCCGCT TTTATGATAA CCTGCAGCAG TGGCTGAACT 
CCACCTTCTA GACTAGGCGA AAATACTATT GGACGTCGTC ACCGACTTGA 
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GCGTGACCGC CGCCTGCTAG GGATCCA CAC AC 
CGCACTGGCG GCGGACGATC CCTAGGTGTG TG 
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